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Following publication of the original article [1], the 
authors noticed the following two errors:

(1)	 Figures  1 and 2 are swapped, but the legends and 
figure numbers are correct, that is, the legend indi-
cated for Figure  1 is in the right place but corre-
sponds to Figure 2, and vice versa;

	 and

(2)	 In the Funding section, the statement:

MPE is funded by Ministry of Science and Inno-
vation-State Research Agency (AEI) Grant 
PID2019-108829RB-I00 is incomplete. The correct 
paragraph should be:
MPE is funded by the Ministry of Science and Innovation- 
State Research Agency (MICIN/AEI/10.13039/501100 
011033) Grant PID2019-108829RB-I00.
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The original article can be found online at https://​doi.​org/​10.​1186/​s12711-​
021-​00658-7.
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